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Hawaiian honeycreepers, 663 
Helicellinae, 521 

heteroduplex analysis, 407 
highly variable microsatellites, 89 
Hippocrepis emerus, 39 

Holcus, 29 

honeybee, 465 

host preference, 375 
hybridization, 29, 121, 149, 173, 567 
hybridization analysis, 509 
hybrids, 275 


IGS length polymorphism, 419 
immigration, 69 

in situ hybridization, 543, 619 
inapparent infection, 447 
inclusive fitness, 765 

insertion sequence hybridization, 183 
internal transcribed spacers, 383 
intraspecific phylogeny, 365 
intraspecific polymorphism, 129 
introgression, 173, 189 

intron, 129 

invasive species, 355 

iridescent viruses, 447 

isolation by distance, 633 
isozyme electrophoresis, 699 


leafrollers, 253 

linkage analysis, 493 
linkage disequilibrium, 105 
lipids, 619 
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Luxilus chrysocephalus, 173 


Luxilus cornutus, 173 


Macaca sylvanus, 115 

macropods, 523 

major histocompatibility complex, 719 

marsupials, 523 

mate-guarding, 765 

mating system, 505 

Medicago sativa, 183 

Melanerpes, 765 

Melilotus alba, 183 

Melomys, 407 

mercury resistance genes, 605 

metapopulation, 395 

Metopolophium dirhodum, 375 

microbial ecology, 543 

microbial mat, 535 

microsatellite evolution, 257 

microsatellites, 127, 249, 311, 347, 493, 
515, 519, 523, 653, 739, 791 

migration, 653 

minisatellite DNA, 675, 765 

minisatellites, 271 

mitochondrial control region, 407 

mitochondrial DNA, 95, 163, 173, 285, 
299, 311, 365, 441, 465, 473, 745, 771 

mitochondrial DNA RFLP, 189 

molecular evolution, 613 

molecular markers, 643 

molecular phylogenetics, 331 

molecular structure, 483 

monoandry, 89 

monogamy, 765 

Morocco, 465 

mountain sheep, 429 

mtDNA, 149, 331, 395, 527, 709 

mtDNA cytochrome b sequences, 79 

mtDNA variation, 121 

multilocus enzyme electrophoresis 
(MLEE), 209 

multiple paternity, 505 

multiplex PCR, 579 

mutation rate, 493 

Myotis lucifugus, 261 


nah R, 11 

natal dispersal, 239 
nifD-K intergenic spacer (IGS), 483 
nifD-K primers, 483 
non-random mating, 261 
nonamplifying alleles, 249 
nonequilibrium, 395 
nonsymbiotic, 183 
nontarget effect, 221 
northern cod complex, 79 
nuclear DNA, 49 

null allele, 493 

null alleles, 519 


oligogyny, 257 
oligonucleotide, 543 
Oreochromis, 271 
Oryctolagus cuniculus, 239 


6-phosphogluconate dehydrogenase, 
231 


parentage testing, 493 

parthenogenetic, 459 

parthenogens, 149 

passerines, 527 

paternity, 249, 739 

paternity testing, 115 

PCR, 11, 49, 61, 79, 127, 221, 249, 275, 
277, 383, 419, 483, 499, 509, 519, 527, 
567, 663, 675, 709, 771, 777, 781 

PCR amplification, 605 

perennial ryegrass, 231 

persistence, 447 

perturbation response, 627 

pesticide affects, 17 

pheromone specificity, 777 

Phoxinus, 745 

phyllosphere pseudomonads, 755 

phylloxera, 459 

phylogeny, 1, 285, 499, 613 

phylogeography, 163, 299, 365, 465, 709 

phylotype, 535 

physiological adapation, 231 

pied flycatcher, 739 

Planotortrix, 253 

plasmid, 593 

Pleistocene glaciation, 163 

polyandry, 89 

polyploidy, 29 

population, 675 

population differentiation, 389 

population ecology of prokaryotes, 105 

population genetic structure, 135 

population genetics, 321, 331, 347, 355, 
429, 519, 681, 699 

population structure, 39, 183, 209, 347, 
365 

postglacial expansion, 49 

postglacial history, 731 

powdery mildew, 277 

primer, 791 

primers, 527 

principle component analysis, 389 

protein electrophoresis, 115 

proteobacteria, 593 

Pseudomonas, 221, 593 

Pseudomonas putida, 11 


Quercus sp., 129 
Quercus spp., 731 


RAPD, 17, 61, 135, 271, 321, 355, 441, 
459, 521, 787 

RAPD markers, 777 

rDNA, 29, 441 

rDNA loci, 509 

red deer, 249 

reliability, 11 

reproductive success, 115 

restriction analysis, 277, 473, 771 

restriction fragment length 
polymorphism (RFLP), 121, 209, 331, 
605, 709, 745 

restriction fragment length variation, 
253 

restruction site polymorphism, 265 

retrotransposon, 265 

Rhizobium leguminosarum, 105 
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Rhizobium leguminosarum bv. trifolii, 209 
Rhizobium meliloti, 183 

Ribes, 383 

ribosomal DNA, 253, 383 

ribosomal RNA, 1, 543 

ribosomal rRNA genes, 509 

RNA, 567 


5S ribosomal DNA, 275 
16S rRNA, 535, 619 

18S rRNA, 663 

Salmo, 285 

Salmo trutta, 189 
salmonids, 275, 681 
Saxifraga oppositifolia, 199 
screening technique, 407 
selection, 681 

sequence, 483 
sequencing, 745 

sex determination, 95 
sheep blowfly, 699 

Silene acaulis, 199 
Simulium variegatum, 447 
single cells, 499 
single-locus DNA marker, 127 
Sitobion avanae, 375 

social insects, 89 

soil, 221 

soil bacteria, 605 

soil DNA, 579 

soil microbiology, 17, 105 
South-east Asia, 331 
Spain, 465 

Spartina alterniflora, 355 
spatial autocorrelation, 633 
spatial patterning, 69 
species identification, 777 
specific primers, 61 
sperm competition, 505 
SSU rDNA, 499 

stock discrimination, 473 
stocking, 189 

structure, 745 
subdivision, 49 
subsurface, 619 
subsurface microbes, 1 
sulphate-reducing, 619 
sulphate-reducing bacteria, 535 
symbiotic effectiveness, 209 


taxonomic identification, 521 
taxonomy, 285, 777 

TGGE, 407 

tilapia, 271 

Tripsacum, 265 

tRNA! intron, 731 

tropical trees, 787 

Trypanosoma congolense, 781 
trypanosome characterization, 781 


Uromys, 407 
Ursidae, 519 

Ursus maritimus, 347 
wheat, 509 

Xiphias gladius, 473 


Zea, 265 
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